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Abstract Fluorescent transcriptional reporters are widely used as signaling reporters and
biomarkers to monitor pathway activities and determine cell type identities. However, a large
amount of dynamic information is lost due to the long half-life of the fluorescent proteins. To better
detect dynamics, fluorescent transcriptional reporters can be destabilized to shorten their half-
lives. However, applications of this approach in vivo are limited due to significant reduction of
signal intensities. To overcome this limitation, we enhanced translation of a destabilized fluorescent
protein and demonstrate the advantages of this approach by characterizing spatio-temporal
changes of transcriptional activities in Drosophila. In addition, by combining a fast-folding
destabilized fluorescent protein and a slow-folding long-lived fluorescent protein, we generated a
dual-color transcriptional timer that provides spatio-temporal information about signaling pathway
activities. Finally, we demonstrate the use of this transcriptional timer to identify new genes with
dynamic expression patterns.
DOI: https://doi.org/10.7554/eLife.46181.001
Introduction
Changes in gene expression are one of the key mechanisms that organisms use during both devel-
opment and homeostasis. Gene expression is a highly dynamic process, which not only bears critical
information about regulatory mechanisms but also controls the fate of many biological processes
(Purvis and Lahav, 2013; Yosef and Regev, 2011). For example, oscillatory or constant expression
of the Notch effector Hes1 dictates the choice of neuron stem cells between proliferation and differ-
entiation (Isomura and Kageyama, 2014). In addition, defining the exact ‘on’ and ‘off’ timing of a
relevant signal is vital to control different developmental events (Doupe´ and Perrimon, 2014). For
example, during the development of fly compound eyes, simultaneous activation of EGF and Notch
signals determines a cone cell fate (Flores et al., 2000), while cells that experience sequential
expression of EGF and the Notch-ligand Delta differentiate into photoreceptor cells (Tsuda et al.,
2002).
Documenting precisely the spatio-temporal changes in gene expression that occur in response to
intrinsic and extrinsic signals is a challenging problem in cell and developmental biology. Tradition-
ally, transcriptional reporters that drive expression of fluorescent proteins (FPs) under the control of
signaling response elements (SREs) have been widely used to visualize the activities of transcriptional
events; however, the slow degradation (half-life >20 hr) of FPs makes it hard to achieve the temporal
resolution needed to dissect the dynamic nature of gene expression. Recently, this problem has
been addressed by the application of a fluorescent timer, a slow maturing fluorescent protein that
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changes its from blue to red in ~7 hr (Bending et al., 2018). Despite the still relatively long conver-
sion time, this fluorescent timer has two additional limitations: the signal is hard to fix for long-term
storage, and because it can be photoconverted from blue to red, this timer only allows one single
image and prohibits live-imaging application (Subach et al., 2009). Another strategy is the develop-
ment of a destabilized version of GFP with a half-life of ~2 hr, which is achieved by fusing GFP with a
PEST peptide signal for protein degradation (Li et al., 1998; Rogers et al., 1986). However, despite
many in vitro successes, this strategy has met a major limitation when applied in vivo due to substan-
tial loss of fluorescent intensity. Therefore, regular stable FPs are still the primary choice for generat-
ing transcriptional reporters to study gene expression patterns in vivo.
Here, we address this problem by using translational enhancers to boost production of the desta-
bilized reporters and demonstrate the advantages of using short-lived FPs to study dynamic gene
expression in vivo. In addition, we generate a transcriptional timer that can be readily applied to
study spatio-temporal activation of signaling pathways. Finally, we document how this transcriptional
timer can be used, either using the UAS/Gal4 system or in an enhancer trap screen, to identify genes
with dynamic expression.
eLife digest Fruit flies and other animals have complex body plans containing many different
types of cells. To make and maintain these body plans, individual genes must be switched on and off
at specific times in particular cells to control how the animal grows. Some of these genes may be
switched on for long periods of time, while others may be rapidly switched on and off on repeated
occasions.
Fluorescent reporter proteins have been extensively used to study gene activity in cells. Typically,
this involves linking the gene encoding the fluorescent reporter to a gene of interest, so that when
the gene is switched on a fluorescent protein will also be produced. The fluorescent protein emits
light of a particular color and measuring this light provides a way to monitor a gene’s activity.
Unfortunately, fluorescent proteins tend to break down slowly, and the level of fluorescence
emitted cannot fluctuate quickly enough to reflect rapid changes in gene behavior. One way to
overcome this limitation is to use destabilized fluorescent proteins that degrade more rapidly inside
cells. However, current strategies for creating these proteins cause them to emit less light, making
fluorescence more difficult to detect.
To address this issue, He et al. developed a new green destabilized protein, adding elements
that increase production of the protein so a greater amount of light can be emitted. The green
destabilized protein was then combined with a red fluorescent reporter that degrades more slowly
to develop a new tool called TransTimer. When the gene linked to the reporter switches on, the
green destabilized protein turns on before the red reporter turns on. But, as the gene switches off,
the destabilized protein will degrade until only the red signal remains. This allows the ratio of green
to red color emitted from the TransTimer to indicate the timing of a gene’s activity.
Using this tool, He et al. uncovered new details about the patterns of activity of two signals,
known as Notch and STAT, that were largely missed by studies using traditional fluorescent
reporters. Further experiments demonstrated that TransTimer can be used to carry out large-scale
screens in living fruit flies, which have not been possible with more time consuming live-cell imaging
techniques.
The fluorescent reporter developed by He et al. will be a useful tool to understand when and
where genes are switched on during the lives of fruit flies. In the future, TransTimer could be
adapted for use in other model animals or plants.
DOI: https://doi.org/10.7554/eLife.46181.002
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Results
Current limitations of stable transcriptional reporters and challenges of
the destabilization strategy
Matching reporter dynamics with the activity of target genes is essential to faithfully recapitulate sig-
naling activities (Doupe´ and Perrimon, 2014). Two primary kinetic properties dictate reporter activi-
ties: the ‘switch-on’ and ‘switch-off’ speeds. The ‘on’ kinetic of FPs have been improved by
engineering fast folding FPs, which shorten the maturation time of FPs from more than 1 hr to less
than 10min (Pe´delacq et al., 2006) (Gordon et al., 2007). The ‘off’ kinetics of FPs has been
improved from more than 20 hr to around 2 hr by fusing FPs with PEST peptides that promote deg-
radation (Li et al., 1998) (Figure 1a). Although the advantages of using a short-lived reporter have
been previously reported (Li et al., 1998), a systematic analysis of the differences between long-
lived and short-lived reporters is still lacking. Using a protein synthesis and degradation model (Fig-
ure 1—figure supplement 1a–c), we first simulated the dynamics of the reporters and demon-
strated a significant improvement by decreasing the half-life (Tp1/2) of the reporters from 20 hr to 2
hr (Figure 1b–f). Specifically, we illustrate this problem using simulated responses of FP reporters to
four basic types of promoter activities: switch on, switch off, pulse activation, and oscillation. Com-
pared to FPs with a half-life of 20 hr, FPs with a half-life of 2 hr have a 90% shorter response time
(time to achieve 50% maximal intensity) during the ‘on’ or ‘off’ events, and up to four times larger
dynamic range in the case of oscillatory expression (Figure 1e,f, Figure 1—figure supplement 1a–
c).
Although the destabilization strategy successfully leads to an FP with a shorter half-life, it is prob-
lematic as it causes significant loss of the signal (Figure 1g–i). Thus, at constant expression, the
intensity of the maximum signal is linearly proportional to the protein half-life, and decreasing the
half-life from 20 hr to 2 hr causes a 90% signal loss (Figure 1g, black curve). The reduction of maxi-
mum signal intensity is also affected by different types of transcriptional activation. In the case of
short pulsatile activation, a more transient activation (a shorter duration Td) is less sensitive to a
reduction in the protein half-life (Figure 1g colored curves); however, transient activation also trig-
gers weaker reporter activity, which makes it more vulnerable to intensity reduction.
We further analyzed the effects of reducing mRNA half-life (Tm1/2) compared to protein destabili-
zation (Figure 1h,i). Measurements of Tm1/2 of FPs in the literature are highly variable, ranging from
several minutes to hours (Baker and Parker, 2006; Sacchetti et al., 2001; Houser et al., 2012),
which is probably due to differences in the 3’ UTR used or different mRNA expression levels relative
to the mRNA degradation machinery. According to our measurements (Figure 2—figure supple-
ment 1e), the Tm1/2 of FP reporters is about 0.5 hr. Therefore, we used 0.5 hr to 3 hr in our model-
ing. According to the model, the mRNA half-life significantly influences reporter intensity
(Figure 1h), which is approximately proportional to the Tp1/2* Tm1/2. In contrast, reducing mRNA
half-life has much less effect on reporter response time, which is mainly controlled by Tp1/2 + Tm1/2
(Figure 1i). Because in our system, Tp1/2 is much longer than Tm1/2, shortening the mRNA lifetime
will significantly reduce signal intensity without endowing the reporter with more range in dynamic
detection. Therefore, we decided to primarily use destabilized FPs in our study. For a system with a
large Tm1/2 relative to Tp1/2, strategies to shorten mRNA lifetime by addition of RNA destabilizing
sequence can be used (Voon et al., 2005).
Application of translational enhancers to rescue the signal loss caused
by destabilization
The significant loss of signal limits implementation of the destabilization strategy, especially in sys-
tems like Drosophila where a transgene is usually present in 1 or 2 copies per genome. To overcome
this obstacle, we searched for ways to increase the signal of destabilized FPs. One possible solution
is to use FPs with high intrinsic brightness. To test this, we used a fly codon-optimized sfGFP for its
fast folding and bright fluorescence (Pe´delacq et al., 2006; Venken et al., 2011). The effectiveness
of destabilization was first tested in cultured fly S2 cells. Adding the PEST sequence from mouse
ornithine decarboxylase (MODC) effectively reduced the half-life of sfGFP to ~3 hr (Figure 2—figure
supplement 1). Next, to test the approach in vivo, we generated transgenic flies with destabilized
sfGFP (dGFP) for two widely used signaling reporters: STAT (containing the STAT response element
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from Socs36E; Bach et al., 2007) and Notch (containing the Notch response element Su(H)Gbe;
Furriols and Bray, 2001). GFP signals were examined in tissues previously reported to show high
STAT and Notch activities (embryo for STAT and wing imaginal disc for Notch). Destabilization
reduced the signal intensity of these reporters to near background (Figure 2a–c). As further increas-
ing the intrinsic brightness of FPs is challenging—even with the brightest FPs currently available the
increase in signal intensity is still limited (less than two fold; Cranfill et al., 2016)—we decided to
test other strategies to increase the FP signal. One potential solution is to increase expression of the
FP by expressing multiple tandem FPs (Shearin et al., 2014; Genove´ et al., 2005). However, this
Figure 1. Advantages and limitations of destabilized fluorescent transcriptional reporters. (a) Illustration of the biological processes that affect the final
concentration of mature fluorescent protein, including transcription, translation, protein maturation, mRNA degradation, and protein degradation with
the general half-life of mRNA, FP maturation time, and half-life of protein labeled. Destabiliation of the FP, achieved by fusion of FP with PEST domain,
shortens the half-life of regular FP from over ~20 hr to ~2 hr. (b-d). Comparison between simulated signals from a destabilized fluorescent reporter
(green, Tp1/2 = 2 hr) and a regular fluorescent reporter (blue, Tp1/2 = 20 hr) following switch-on, switch-off, 1 hr pulse, and oscillation with a period of 2
hr. The half-life of mRNA (Tm1/2) is set as 0.5 hr, and the protein maturation time (tm1/2) is set as 0.1 hr. The time points when the fluorescent signals
reach 50% of the maximal intensity (for switch-on and switch-off) and the maximum response (for transient pulse activation) are indicated by black
arrows. (e). Simulated signal intensities of fluorescent proteins with different protein half-lives to a sinusoid transcriptional oscillation with a period of 4
hr. The rest of the parameters are the same with above. The dynamic portion (the difference between the peak and valley) of the reporter (a half-life of
0.5 hr) is indicated by black arrows. (f). The dynamic range (the difference between the peak and valley of the signal compared to its average intensity
as indicated in (e) of reporters with indicated half-lives generated by sinusoid transcriptional activity with different length of the period. The dynamic
range of the total signal positively correlates with the oscillation period and negatively correlates with the protein half-life. (g) The intensity of the
reporter signal for a constitutively active promoter (with no temporal variation) linearly depends on its protein half-life (black line). However, the
maximal intensity of the reporter is less reduced by the shortened half-life for a shorter transient activation: a short-lived reporter (half-life of 2 hr) shows
a 90% reduction of maximal signal compared with a stable reporter (half-life of 20 hr) for a constitutively active promoter. Nevertheless, the intensity is
only reduced by 50% if the promoter is transiently activated for 1 hr. Td: the duration of a pulse transient promoter activation. (h,i) Simulated changes in
maximum fluorescent intensity and response time (time to reach 50% of the maximum intensity) of the reporters with different half-lives of protein and
mRNA for a promoter switch-off event.
DOI: https://doi.org/10.7554/eLife.46181.003
The following figure supplement is available for figure 1:
Figure supplement 1. Model of the transcriptional reporter synthesis, maturation, and degradation.
DOI: https://doi.org/10.7554/eLife.46181.004
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Figure 2. Using translational enhancers to increase the signal from destabilized fluorescent reporters for in vivo
study. (a) Illustration of the regular and destabilized GFP reporters. All the GFPs used in this study are the fast
folding superfolder GFP (sfGFP). Destabilized GFP is labeled as dGFP, and dGFP reporter with translational
enhancing elements is labeled as edGFP. All FPs used in this study contain the SV40 nuclear localization signal
(NLS) at the N-terminus to facilitate signal segregation unless specified otherwise. (b, c) Comparison of dGFP and
edGFP controlled by 6XSTAT response element in fly embryos and Su(H)Gbe Notch responding element in third
instar wing imaginal discs. Images were taken with identical exposure. The contour of the embryo is outlined. (d)
Dissected fly wing disc, expressing the STAT::edGFP and STAT:: eRFP, cultured ex vivo. Tissue was treated with 10
mM Actinomycin D to block transcription. STAT at the hinge region of the wing disc was imaged every 5 min for
4.5 hr. (e) The intensities of both dGFP and RFP were measured over time. Data from three independent replicates
were collected and plotted. (f) The in vivo reporter half-life (TGFP1/2, representing effects of both Tm1/2 and Tp1/2)
was estimated by linear regression of fluorescent intensity (in logarithmic scale). 95% confidence interval was
calculated from linear regression. (g) Regular GFP and dGFP are expressed under Su(H)Gbe together with
translational enhancers. Images were taken under identical parameters. The total fluorescent intensity from both
reporters was plotted below with the intensity normalized to the dGFP signal. Data were collected from 10
different brains for each genotype. Scale bar: (b) 50 mm; (c, g) 100 mm; (d) 25 mm. Error bar: s.e.m.
DOI: https://doi.org/10.7554/eLife.46181.005
The following source data and figure supplements are available for figure 2:
Source data 1. Source data for Figure 2e,f.
DOI: https://doi.org/10.7554/eLife.46181.010
Source data 2. Source data for Figure 2g.
DOI: https://doi.org/10.7554/eLife.46181.011
Figure supplement 1. Measurement of the half-life of destabilized GFP in cultured Drosophila S2 cells.
DOI: https://doi.org/10.7554/eLife.46181.006
Figure supplement 1—source data 1. Source data for Figure 2—figure supplement 1b.
DOI: https://doi.org/10.7554/eLife.46181.007
Figure 2 continued on next page
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strategy makes cloning cumbersome and may render the insertion unstable due to recombination.
Thus, we instead decided to use translational enhancing elements that have been demonstrated to
increase protein production from mRNA by up to 20 fold (Pfeiffer et al., 2012; Pfeiffer et al.,
2010). These elements include a short 87 bp intervening sequence (IVS) from myosin heavy chain to
facilitate mRNA export to the cytoplasm (Pfeiffer et al., 2010), a synthetic AT-rich 21 bp sequence
(Syn21) to promote translational initiation (Pfeiffer et al., 2012; Suzuki et al., 2006), and a highly-
efficient p10 polyadenylation (polyA) signal from baculovirus (van Oers et al., 1999). To test if these
elements can be used to increase the reporter signals, we inserted the translational enhancing ele-
ments into reporter constructs containing dGFP (destabilized sfGFP) (Figure 2a–c). Transgenic flies
were generated by phiC31-mediated site-directed integration into the same genomic locus (attP40)
to avoid potential position effect (Groth et al., 2004). Strikingly, the addition of translational
enhancers successfully increased the reporter signal with an expression pattern similar to that of pre-
viously reported stable reporters (Figure 2a–c) (Furriols and Bray, 2001; Rodrigues et al., 2012).
We further measured the in vivo half-life of the dGFP in live tissues by blocking transcription with
Actinomycin (10 mM) and monitored degradation of the GFP (Figure 2d). The result shows a
reporter half-life (TGFP1/2 ~2.6 ± 0.3 hr) similar to what was observed in cultured cells (~3.7 ± 0.7 hr)
(Figure 2d-f; Figure 2—figure supplement 1e). We also tested the absolute signal intensity of regu-
lar GFP with the translational enhancer (eGFP) and destabilized GFP with the same enhancer
(edGFP). The total signal intensity from edGFP is about 8% of what is observed for eGFP, consistent
with a 91% reduction in protein half-life.
Direct comparison between destabilized and stable reporters in live
tissues
The effective increase of FP signal allows us to directly evaluate the activity of short-lived and long-
lived traditional reporters. To achieve this, we generated a STAT::eRFP reporter with the same trans-
lational enhancing elements and inserted it into the same locus (attP40) (Figure 3—figure supple-
ment 1a). The activities of STAT::edGFP and STAT::eRFP reporters (as transheterozygotes) in
developing embryos were examined under live imaging conditions (Figure 3a). Compared to the
stable RFP, the destabilized reporter showed a transient increase in STAT activity in tracheal pits
(Tp), pharynx (Pr), proventriculus (Pv), posterior spiracles (Ps), and hindgut (Hg) (Figure 3a, Fig-
ure 3—figure supplement 1b, Videos 1 and 2) (Johansen et al., 2003). To quantify the temporal
changes of dGFP and RFP, the total fluorescent signals of both reporters were measured over time
at the indicated region (arrowhead in Figure 3a); the dGFP signal shows a definite improvement in
response time (Figure 3b). Using the half-lives estimated from the in vivo measurement (2.1 hr for
dGFP and 18.5 hr for RFP) (Figure 3—figure supplement 1c–e) and the reporter synthesis and deg-
radation model (Figure 1—figure supplement 1), we further estimate the actual transcriptional
activity of the reporter, which happens at an earlier stage (~2 hr in advance of detectable dGFP
reporter activity) (Figure 3b). This result is consistent with the previously observed temporal expres-
sion of the STAT ligand upd from stage 9 to 12 (Johnson et al., 2011). We also notice that the deg-
radation reaction deviated from first-order kinetics at a high concentration of FP (Figure 3—figure
supplement 1e). Meanwhile, the degradation speed of the FPs, which depends on the availability of
relevant enzymes, may also vary under different conditions. Therefore, the direct interpretation of
the difference between dGFP and RFP is the relative rather than absolute ratio. The absolute rela-
tionship between the reporters to the actual transcripts should be determined experimentally on a
case by case basis.
Figure 2 continued
Figure supplement 1—source data 2. Source data for Figure 2—figure supplement 1c.
DOI: https://doi.org/10.7554/eLife.46181.008
Figure supplement 1—source data 3. Source data for Figure 2—figure supplement 1d.
DOI: https://doi.org/10.7554/eLife.46181.009
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Combining destabilized GFP and stable RFP to create a transcriptional
timer
Short-lived reporters show clear advantages in revealing expression dynamics in live tissues. How-
ever, not all tissues are amenable to live imaging. Further, live imaging experiments are time-con-
suming and hard to adapt for large-scale studies. From our previous analyses, we noticed that
dynamic information, including the initiation,
Figure 3. Live imaging of both destabilized sfGFP and stable RFP to reveal endogenous STAT dynamics. (a) Time-lapse imaging of developing fly
embryos expressing both STAT::edGFP and STAT::eRFP from stages 12 to 17 when STAT activity starts to increase. Maximum intensity z-projections of
the mid-section (120 mm) are shown. Arrowheads indicate the posterior spiracles and hindgut region. The signal from the same structure turns from
green to red over time. (b) The total dGFP and RFP fluorescent signals within the posterior spiracles and hindgut region (indicated by arrows in a) are
plotted as colored crosses. The estimated promoter activity was calculated using equations (4) (Figure 1—figure supplement 1b), and plotted as a
dashed blue line. The simulated responses of dGFP and RFP from the estimated transcriptional signal using equations (1)-(3) (Figure 1—figure
supplement 1b) are plotted as dashed green and red lines respectively. The merged intensity from estimated dGFP and RFP signals is illustrated as a
color bar at the top of the plot. Scale bar: 100 mm.
DOI: https://doi.org/10.7554/eLife.46181.012
The following source data and figure supplements are available for figure 3:
Source data 1. Source data for Figure 3b.
DOI: https://doi.org/10.7554/eLife.46181.016
Figure supplement 1. Quantification of STAT reporter dynamics.
DOI: https://doi.org/10.7554/eLife.46181.013
Figure supplement 1—source data 1. Source data for Figure 3—figure supplement 1d.
DOI: https://doi.org/10.7554/eLife.46181.014
Figure supplement 1—source data 2. Source data for Figure 3—figure supplement 1e.
DOI: https://doi.org/10.7554/eLife.46181.015
Video 1. Live imaging of developing fly embryo (mid
projection). Embryo was imaged at room temperature
using a Zeiss Lightsheet Z1 microscope with a 20X (N.
A. 1.0) lens. Z-stack images (2 mm between each slice)
were acquired every 10 min. A maximal intensity
z-projection of mid-section (120 mm) is shown in the
video. Video was taken from stage 13 to stage 17 when
the somatic muscles contract. Genotype of the sample
is: w; STAT::edGFP/STAT::eRFP.
DOI: https://doi.org/10.7554/eLife.46181.017
Video 2. Live imaging of developing fly embryo
(surface projection). Embryo was imaged at room
temperature using a Zeiss Lightsheet Z1 microscope
with a 20X (N.A. 1.0) lens. Z-stack images (2 mm
between each slice) were acquired with 10 min time
intervals. A maximal intensity z-projection of surface (25
mm) is shown. Video was taken from stage 13 to stage
17 before the somatic muscles contraction. Genotype
of the sample is: w; STAT::edGFP/STAT::eRFP.
DOI: https://doi.org/10.7554/eLife.46181.018
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maintenance, and reduction of transcriptional activities, can be directly estimated by comparing the
ratio of fluorescence from stable vs destabilized reporters from a still image. Because the GFP
matures faster than RFP (maturation time ~0.1 hr for sfGFP [Khmelinskii et al., 2012] vs. ~1.5 hr for
TagRFP [Merzlyak et al., 2007] used in this study), when the promoter switches on, a green signal is
detected first. As the promoter remains active, both GFP and RFP signals reach a balance and such
that their overlay produces a yellow color (when the max intensities of GFP and RFP are normalized).
Furthermore, when transcription switches off, because the GFP signal decreases more quickly (the
half-life of dGFP is ~2 hr, and the half-life of RFP is ~20 hr), only the RFP signal is left (Figure 4a).
Previously, ratiometric imaging of FPs based on their different properties, such as maturation time
and sensitivity to specific ions, has been used successfully to measure protein life-time
(Khmelinskii et al., 2012), pH changes (Gjetting et al., 2012; Zhou et al., 2012), and Mg2+ concen-
tration (Koldenkova et al., 2015). We reason that dynamic transcriptional activities might also be
detected similarly using the ratio between dGFP and RFP.
To test this strategy in vivo in a multicellular tissue, we examined STAT activity in the larval optic
lobe. During development, STAT activity has been shown to act as a negative signal that antago-
nizes progression of the cell differentiation wave, which triggers the transition of neuroepithelial cells
(NEs) into neuroblasts (NBs) (Yasugi et al., 2008). A stable STAT reporter shows the spreading of
STAT activity within the neuroepithelial region, similar to what we observe with STAT::eRFP alone. In
contrast, the signal from STAT::edGFP together with STAT::eRFP revealed a clear ‘green front’ and
‘red rear’ in the same region (Figure 4b). This dynamic pattern, with a higher STAT activity at the
boundary between NEs and NBs, is consistent with previous proposed wave-like STAT activity that
propagates from the lateral to medial region (Yasugi et al., 2008). In addition, analysis of STAT::
edGFP and STAT::eRFP in fixed larval optic lobes at different developmental stages further support
this wave-like propagation model (Figure 4—figure supplement 1a).
Another example of the dynamic information revealed by combining edGFP and eRFP is the
expression of the Notch reporter in larval brain NBs. NBs undergo an asymmetric cell division to
generate smaller progeny (Figure 4c). Previous studies have shown that the Notch suppressor com-
plex PON/Numb is preferentially localized to progeny cells (Suzuki et al., 2006; van Oers et al.,
1999) and that ectopic activation of Notch generates a brain tumor phenotype attributable to
excess NBs, suggesting that Notch activity is required for NB self-renewal (Wang et al., 2006). Strik-
ingly, whereas the stable Notch reporter accumulates in both NBs and their progeny, the destabi-
lized reporter is preferentially expressed in NBs (Figure 4c, Figure 4—figure supplement 1b),
consistent with functional studies (Wang et al., 2006). Combining the information from the edGFP
and eRFP reporters reveals a clear Notch activity gradient that decreases as NBs differentiate.
Importantly, in addition to its superior spatial resolution, the destabilized reporter also shows
improved temporal resolution in NBs under live imaging conditions (Figure 4—figure supplement
2).
Our data suggest that combining edGFP and RFP creates a useful tool to study transcriptional
dynamics, even in fixed samples. To facilitate this, we generated a multicistronic reporter containing
both edGFP and RFP connected by the ‘self-cleaving’ 2A peptide (Szymczak and Vignali, 2005),
edGFP-2A-RFP, which we refer to as a transcriptional timer or ‘TransTimer’ (Figure 4—figure sup-
plement 3a). Larval optic lobes expressing the transcriptional timer controlled by STAT response
element show similar expression pattern as transheterozygous STAT::edGFP and STAT::eRFP, indi-
cating that the multicistronic system is effective (Figure 4—figure supplement 3b).
Destabilization of dGFP depends on protein degradation. Potential changes in the degradation
speed of dGFP could affect the intensity of dGFP, which might distort our estimation of the real
transcriptional activities. To test this possibility, we generated a TransTimer under the control of the
fly Ubiquitin promoter (a constitutively active promoter in most fly tissues). Ubi::edGFP-2A-RFP
shows no significant variation in the green and red ratios in fly embryos or the larval brain (Figure 4—
figure supplement 3c). In addition, under control of other constitutive promoters, TransTimer also
shows a relatively stable ratio between the two colors in different tissues (Supplementary file 2),
suggesting that changes in the FP ratios observed with TransTimer are primarily due to changes in
transcriptional activity in the tested tissues, not cell type or tissue-specific differences in protein deg-
radation. However, for specific organ or developmental stage, a control with a constitutive promoter
for protein degradation changes is advisory.
He et al. eLife 2019;8:e46181. DOI: https://doi.org/10.7554/eLife.46181 8 of 20
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Generation of a transcriptional timer for use with the UAS/Gal4 system
Creating a TransTimer reporter for new signaling or target genes requires cloning of different signal
response elements. Meanwhile, several large transgenic collections (up to several thousands) of Gal4
lines under the control of enhancers of different genes have been generated (Brand and Perrimon,
1993; Jenett et al., 2012; Lee et al., 2018). A TransTimer controlled by UAS would provide a quick
way to test expression dynamics of Gal4 lines using a simple genetic cross (Figure 5a). Thus, we gen-
erated UAS::TransTimer transgenic flies and tested the UAS-controlled version in the adult Drosoph-
ila gut. TransTimer under control of esg-Gal4, a fly intestinal stem cells (ISCs) and enteroblasts (EBs)
driver (Micchelli and Perrimon, 2006; Ohlstein and Spradling, 2007), revealed particular cells
within the stem cell group that turned ‘red,’ distinguishing them from other ‘yellow’ stem cells
(Figure 5b). Further analysis of these ‘red’ cells showed that they down-regulate esg expression and
up-regulate the enteroendocrine cell marker Prospero (Pros), suggesting that they are differentiating
(Figure 5—figure supplement 1a). In addition, the esg-controlled TransTimer shows significantly
more dynamics in the developing intestine and regenerating intestine following Bleomycin treatment
Figure 4. Dynamics of STAT and Notch activity revealed in fixed tissues. (a) The destabilized GFP (dGFP) combined with stable RFP functions as a
fluorescent timer to reveal transcriptional dynamics. The maturation and degradation half-lives of dGFP and RFP are indicated. (b. c) A comparison
between the regular GFP reporter with a combination between dGFP and RFP reporter under control of either STAT response elements or Notch
response element Su(H)Gbe. Both reporters are visualized in third instar larval brains. NB, neuroblast; GMC, Ganglion mother cells. Scale bar: (b, c) 50
mm.
DOI: https://doi.org/10.7554/eLife.46181.019
The following source data and figure supplements are available for figure 4:
Figure supplement 1. Additional dynamics of Notch and STAT activity revealed in different fixed tissues and stages.
DOI: https://doi.org/10.7554/eLife.46181.020
Figure supplement 2. Live imaging of Notch activity in dividing Type I neuroblasts (NBs) in larval brain.
DOI: https://doi.org/10.7554/eLife.46181.021
Figure supplement 2—source data 1. Source data for Figure 4—figure supplement 2b.
DOI: https://doi.org/10.7554/eLife.46181.022
Figure supplement 3. Combination of edGFP and RFP into a single construct using 2A peptide.
DOI: https://doi.org/10.7554/eLife.46181.023
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(a DNA damaging agent) (Amcheslavsky et al., 2009), consistent with the different level of activity
of stem cells under these conditions (Figure 5b, Figure 5—figure supplement 1b).
Next, we used TransTimer to examine the cell heterogeneity of different intestine tumors. In ISC
tumors induced by knocking down O-fut1, an enzyme required for Notch maturation (Micchelli and
Perrimon, 2006; Ohlstein and Spradling, 2007), the regular GFP reporter showed only a moderate
variation of the stem cell marker esg. By contrast, TransTimer revealed an evident decrease of dGFP
compared to RFP in ~70–60% of the cells in the cluster, suggesting that a substantial heterogeneity
in the tumor is caused by down-regulation of esg over time (Meacham and Morrison, 2013)
(Figure 5b). Tumors generated by knocking down either Delta, the ligand of Notch receptor, or
Domeless (Dome), the transmembrane receptor of JAK/STAT signaling pathway, grow into a similar
multilayered cell cluster (Figure 5c) (Jiang et al., 2009). Interestingly, compared to Dl mutant
tumors, where all multilayered cells maintain constant levels of esg (dGFP/RFP ratio), the inner layer
of Dome mutant tumors shows clear reduction of esg expression (lower dGFP/RFP ratio) relative to
the basal layer. This result suggests that Dome mutant tumors, unlike Dl mutant tumors, require
direct contact with the basal membrane to keep their stemness (Figure 5d).
Application of TransTimer for the discovery of new genes with dynamic
expression
As demonstrated above, UAS-TransTimer is an effective tool to discover expression changes when
crossed with a Gal4 driver of interest. To further test the power of this approach to discover new
genes with interesting expression dynamics, we screened ~450 Gal4 lines using UAS-TransTimer
(Marianes and Spradling, 2013). 37 lines (~8%) showed clear dynamic activities (substantial variation
in dGFP/RFP ratio) in either larval brain, imaginal disc, or adult intestine (Figure 6a,
Supplementary file 1), whereas the remaining Gal4s showed essentially uniform dGFP/RFP ratios,
Figure 5. Application of the dGFP-P2A-RFP dynamic reporter to study gene expression dynamics of fly intestine stem cells. (a) UAS-TransTimer, a UAS
controlled multicistronic reporter containing dGFP and RFP connected by the P2A peptide was generated and crossed with the intestine stem cell
driver esg-Gal4. (b) Compared with the regular GFP reporter, TransTimer (dGFP-P2A-RFP/dG-2A-R) reveals the differentiating cells, which reduce the
expression of the escargot (esg) stem cell marker (arrowheads). Knocking-down O-fut1 inhibits Notch activity and causes ISC tumors. Compared to
regular GFP, significant heterogeneity is revealed in the over-proliferating cell clusters using TransTimer. (c,d) Intestine tumors are generated by
knocking down the Notch ligand Dl or the cytokine receptor Domeless (Dome). The double-headed arrow indicates the z-direction with the basal side
of intestine epithelium facing up and apical side facing down. Scale Bar: (b) 25 mm; (c) 100 mm.
DOI: https://doi.org/10.7554/eLife.46181.024
The following figure supplement is available for figure 5:
Figure supplement 1. Dynamic activity of TransTimer in the fly intestine.
DOI: https://doi.org/10.7554/eLife.46181.025
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suggesting stable expression (images of representative control Gal4 lines are shown in
Supplementary file 2). Among the genes with dynamic expression patterns, we discovered the
mechanosensitive channel Piezo, which is expressed in the posterior midgut specifically in EE precur-
sor cells (He et al., 2018). TransTimer driven by Piezo-Gal4 displays a spatially dynamic expression
pattern (separation between the ‘green’ and ‘red’ signals) (Figure 6b). In addition, the ‘red’ cells,
which down-regulate Piezo expression, are positive for the EE cell marker Pros, consistent with the
results of our previous study showing that Piezo + cells differentiate into EE cells (Figure 6c). In addi-
tion to Piezo, we also identified new uncharacterized genes with dynamic expression patterns in a
subpopulation of esg+ cells (Figure 6d, Figure 6e). Further studies of these genes will be required
to determine whether they are markers of partially differentiated cells like Piezo or if their expression
levels oscillate in the stem cells.
Although UAS-TransTimer is a useful tool to explore the hidden transcriptional dynamics using
the Gal4 collection, the addition of Gal4 as an intermediate also alters the signal property of Trans-
Timer. According to our model, the presence of Gal4 has two major effects: first, as an amplification
Figure 6. Dynamic pattern of TransTimer driven by different Gal4 drivers. (a) Examples of Gal4 lines that show clear dynamic patterns with TransTimer
(UAS-dGFP-P2A-RFP) in various organs: Per-Gal4, controlled by the circadian rhythm regulator Period (larval brain and ventral ganglion); insc-Gal4,
expressed in Type II neuroblasts (larval brain); Act5C-Gal4, controlled by the act5C enhancer (larval intestine); GMR51F08-Gal4, controlled by the
enhancer from the fly myosin heavy chain Zipper (larval intestine, adult intestine precursor cells); Piezo-Gal4 (BL58771), controlled by the cloned
enhancer from mechanical sensitive ion channel Piezo (adult intestine). (b) Dynamic reporter under control of Piezo-Gal4[KI], a Gal4 knock-in after the
first ATG of Piezo. Piezo + cells with high RFP and low GFP are positive for the EE cell marker Prospero (Pros). (c) Illustration of the differentiation
process from Piezo + EP (enteroendocrine precursor) to Pros + EE cells. (d) The expression dynamics of UAS-TransTimer driven by different Gal4 lines
in the fly intestine. (e) Gal4 activities are detected in a subpopulation of the esg +stem cells. Stem cells are marked by esg::GFP and the expression of
Gal4s are revealed by UAS-RFP. Scale bar: (a-e) 50 mm.
DOI: https://doi.org/10.7554/eLife.46181.026
The following figure supplement is available for figure 6:
Figure supplement 1. Effect of using Gal4/UAS system on the transcriptional timer.
DOI: https://doi.org/10.7554/eLife.46181.027
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mechanism, it can enhance the output signal, which may be advantageous for some weak enhancer
(Figure 6—figure supplement 1a,b,f); second, it delays the dynamic of the reporter, as the new
half-life of TransTimer controlled by Gal4 is generally proportional to the sum of TG1/2 (half-life of
Gal4) and TFP1/2 (half-life of FPs) (Figure 6—figure supplement 1c–e). Because the exact half-life of
Gal4 in vivo is unknown, we estimated the effect of Gal4/UAS system by comparing the dGFP and
RFP controlled directly by the Notch responding element Su(H)Gbe and UAS-TransTimer controlled
by Su(H)Gbe-Gal4. Consistent with the predictions of the model, the UAS-TransTimer that is driven
by Su(H)Gbe-Gal4 shows a similar but considerable broader Notch activation pattern in the third
instar larval wing discs than Su(H)Gbe-TransTimer, which is probably due to both longer signal reten-
tion and stronger signal amplification (Figure 6—figure supplement 1g). In the larval brain, the
UAS-TransTimer shows a similar activation gradient in neuroblast cells and their progenies but with
significantly stronger retention in daughter cells due to the slow signal reduction (Figure 6—figure
supplement 1h).
To overcome the delay effect of Gal4, we decided to control TransTimer directly by endogenous
promoters. To achieve this goal, we generated transgenic flies with TransTimer controlled by a mini-
mal synthetic Drosophila promoter that is silent unless activated by nearby enhancers
(Pfeiffer et al., 2008), and randomly mobilized the transgene in the fly genome to identify endoge-
nous enhancers with dynamic activities (Figure 7a, Figure 7—figure supplement 1). After
screening ~400 independent enhancer trap lines, we identified 46 unique lines that showed fluores-
cent signals in the larval brain, imaginal disc, or adult intestine. 17 of these 46 lines show clear
expression dynamics, suggesting that TransTimer can detect expression changes at endogenous lev-
els (Figure 7b, Figure 7—figure supplement 1b, Supplementary file 3). To validate the screen, we
tested the expression and function of new genes identified in this enhancer trap screen. Since we
are particularly interested in new lines that show exclusive expression in stem cells, we chose Trans-
Timer insertions near the promoters of Tsp42Ea, a Tetraspanin protein, and CG30159, an evolution-
arily conserved gene with unknown function - as the function of these genes had yet not been
characterized in fly intestine. A Gal4 line (NP1176-Gal4), located closely (within 250 bp) to the Trans-
Timer insertion site at the promoter of Tsp42Ea and CG30159, also shows specific expression in
both larval and adult intestine stem cells (Figure 7d), which is very similar with the expression pat-
tern revealed by TransTimer (Figure 7b). Knocking down CG30159 significantly reduces stem cell
numbers, suggesting that CG30159 is required for maintenance of intestinal stem cell (Figure 7e,f).
The human homolog of CG30159 is C3orf33, which has been identified as a regulator of the extra-
cellular signal-regulated kinase (ERK) and predicted to be a secreted peptide due to the presence of
signal peptide at its N-terminus (Hao et al., 2011). Its function in intestinal stem cells requires further
investigation.
As we have shown above, the enhancer trap screen with TransTimer can effectively detect expres-
sion dynamics in vivo. However, this screen can only detect gene expression and cannot be used to
manipulate the target cell population. To extend the application of TransTimer, we replaced the RFP
with lexA, a yeast transcriptional factor used as a binary expression system together with its binding
sequence lexA operator (lexAop) (Yagi et al., 2010). This dGFP-P2A-lexA construct can not only
detect expression dynamics when crossed with lexAop-RFP but also manipulate gene expression in
labeled cells in the presence of an additional lexAOP-controlled transgene (Figure 7g). We refer to
dGFP-P2A-lexA as ‘TransTimerLex’. To test the feasibility of this strategy, we generated transgenic
flies containing the TransTimerLex insertion and randomly mobilized the element in the fly genome.
From our pilot screen (~20 independent lines), we identified one insertion under control of Larp, a
transcriptional factor, which shows clear expression dynamics in the larval intestine (Figure 7h). This
result suggests that the TransTimeLex system will be a useful way to both identify new genes and
manipulate gene expression in the corresponding cells.
Discussion
In this study, we described a general and straightforward strategy to use destabilized transcriptional
reporters in vivo and demonstrated its power in revealing the spatio-temporal dynamics of gene
expression, which is missed by conventional transcriptional reporters. In addition, we generated a
dual-color TransTimer that encodes the transcriptional dynamics into a green-to-red color ratio
which can be analyzed in fixed tissues. This TransTimer provides a unique opportunity for large-scale
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screens for in vivo expression dynamics in all types of tissues. Further, our study indicates that Trans-
Timer is effective for the discovery of new genes with interesting expression patterns, either using a
candidate gene approach or random genome-wide screening. Our reporter system may also be
combined with other techniques such as FACS-seq and signal cell sequencing techniques to provide
a time-dependent change of the transcriptome in vivo. In fact, a similar strategy has recently been
successfully applied to provide the temporal information for signal cell sequencing of the mouse
Figure 7. Enhancer trap screen for endogenous transcription dynamics. (a) A P-element containing Drosophila synthetic core promoter (DSCP),
translational enhancing elements, and dGFP-P2A-RFP (TransTimer) was randomly mobilized in the fly genome to identify enhancers with dynamic
expression. edGFP and RFP are tagged by Myc and HA epitopes, respectively, to allow signal enhancement by immunohistochemistry. (b) Examples of
enhancer trap lines that show dynamic patterns in different organs: Lbk, an Immunoglobulin-like protein, or CG10731, the subunit S of mitochondrial
ATP synthase complex (wing disc); CG32795, a novel membrane protein (larval brain); inx2, a gap junction protein (larval brain and eye disc); DopEcR,
Dopamine and Ecdysteroid receptor (larval brain); and Tsp42E, a tetraspanin protein; and CG30159, a novel gene with unknown function (adult
intestine). (c) The dGFP-P2A-RFP and the NP1176-Gal4 enhancer trap insertions at the promoter region of Tsp42Ea and CG30159. Exons are shown in
the diagram (blue for Tsp42Ea, yellow for CG30159). Tsp42Ea and CG30159 share the same promoter region. (d) NP1176-Gal4 (marked by UAS-RFP)
shows stem cell expression like esg (marked by esg::GFP). (e, f) Knocking down CG30159 significantly reduces stem cell numbers (esg+ cells) in the
intestine, while RNAi against Tsp42Ea does not have a significant phenotype. Number of esg +cells were quantified within 100 mm^two regions from
n = 8 (GFP control), n = 7 (Tsp42Ea-i), and n = 9 (GC30159-i) adult fly intestines. p-value<0.001. Cell numbers are normalized according to the control.
(g) Schematic of the TransTimerLex for enhancer trap with RFP replaced by the bacterial transcriptional repressor LexA. This reporter allows both two-
color contrast and further genetic manipulation of the target cell population using the LexA/lexAop binary expression system. (h) An enhancer trap line,
under potential control of Larp enhancer, was crossed with lexAop::RFP. The anterior region of the larval intestine is shown, revealing a decrease of
transcriptional activity in the proventriculus. Scale bar: Scale bar: (b, h) 50 mm; (d, e) 100 mm.
DOI: https://doi.org/10.7554/eLife.46181.028
The following source data and figure supplement are available for figure 7:
Source data 1. Source data for Figure 7f.
DOI: https://doi.org/10.7554/eLife.46181.030
Figure supplement 1. Enhancer trap screen for gene expression dynamics.
DOI: https://doi.org/10.7554/eLife.46181.029
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intestinal stem cell system (Gehart et al., 2019). Therefore, we expect that this new method will
widely facilitate studies in Drosophila and other organisms.
Materials and methods
Molecular Biology cDNAs of sfGFP and TagRFP, codon optimized for Drosophila, were a kind gift
from Dr. Hugo Bellen (Venken et al., 2011). HSPmini-IVS-Syn21 and p10 were amplified by PCR
from pJFRC81 (Addgene) (Pfeiffer et al., 2012). MODC sequence was from pBPhsFlp2::PEST vector
(Addgene) (Nern et al., 2011). The vector containing LHG, which encodes a chimeric protein con-
sisting of the LexA DNA binding domain and the Gal4 transcriptional activation domain, was a kind
gift from Dr. Konrad Basler (Yagi et al., 2010). pUAST4 and pWALIUM10-roe were from our lab
stock collection. Primers and gBlocks were obtained from Integrated DNA Technologies. PCR was
performed with the proofreading enzyme Phusion (NEB). Plasmid purification, PCR purification, and
gel extraction were performed with QIAprep Spin Miniprep Kit (QIAGEN), QIAquick PCR Purifica-
tion, and QIAquick Gel Extraction Kits (QIAGEN), respectively. In-Fusion cloning and Gateway clon-
ing were performed using In-Fusion HD Liquid Kits (Clontech), and BP and LR Clonase Enzyme
Mixes (ThermoFisher Scientific). All cloning experiments were verified by DNA sequencing.
The full names of plasmids (1-24) generated in this study are listed in Supplementary file 4.
sfGFP, nls-sfGFP, or nls-TagRFP were first cloned into the pDONR221 vector by gateway BP cloning.
The MODC sequence was inserted before the stop codon of pENTR-sfGFP and pENTR-nls-sfGFP
using In-Fusion. Mcd8 and His2A were amplified by PCR and inserted before the ATG of pENTR-
sfGFP-MODC linearized by PCR by the In-Fusion assembly. 3XMyc and 3XHA were inserted after
GFP and RFP by In-Fusion. Plasmids 1–6 for cell culture were generated by recombining the pENTR
constructs into pUbi-Gateway vector (pUWR). To generate the empty reporters (plasmids 7 to 9),
pCasper4B2G was first opened by SpeI. PCR fragments of HSPmini-IVS-syn21 and nls-sfGFP (or nls-
TagRFP) were assembled into the vector with the first SpeI cutting site mutated. Then, the vector
was opened again by SpeI, and PCR fragment of p10 polyA was inserted using In-Fusion to yield
pCaSpeR4B2G-IVS-syn21-nlsGFP-p10. MODC (PEST) was amplified by PCR and added into the SpeI
site by In-Fusion. Plasmid 10 was constructed similarly with HSPmini, nlsGFP-PEST, and SV40 poly(A)
sequences inserted into the SpeI site of pCaSpeR4B2G. Plasmids 11–18 were generated by insertion
of PCR products of 6XSTAT or Su(H)Gbe into the XbaI site of the corresponding empty reporter
plasmids. PCR fragments of HSPmini-IVS-syn21-nlsGFP-MODC and 2A-nlsRFP-p10 were assembled
into the pENTR vector linearized by PCR. Then the HSPmini-IVS-syn21-nlsGFP-MODC-2A-nlsRFP-
p10 was PCR amplified and replaced the UAS and Gateway cassette of the pWALIUM10-roe to gen-
erate plasmid 19. 6XSTAT was amplified by PCR and inserted at the before the HSPmini of 19 to cre-
ate plasmid 20. The Ubi promotor was amplified from pUWR vector to replace the UAS-HSPmini
promoter of plasmid 21. The IVS-syn21-nlsGFP-MODC-2A-nlsRFP-p10 was PCR amplified and
inserted into the pWALIUM10-roe by replacing the Gateway cassette to generate plasmid 22. Then,
3XMyc and 3XHA were inserted after GFP and RFP of pENTR-HSPmini-IVS-syn21-nlsGFP-MODC-2A-
nlsRFP-p10, respectively. The HSPmini promoter was replaced by Drosophila synthetic core pro-
moter (DSCP), which contains multiple core promoter motifs, to increase the chance of trapping
endogenous enhancers. The pENTR-DSCP-IVS-syn21-nls-sfGFP-3XMyc-MODC-2A-nlsRFP-3XHA-p10
was recombined into pCaSpeR4-Gateway vector using LR cloning (plasmid 23). LexA was amplified
by PCR and replaced the nlsRFP-3XHA of pENTR-DSCP-IVS-syn21-nls-sfGFP-3XMyc-MODC-2A-
nlsRFP-3XHA-p10. Then pENTR-DSCP-IVS-syn21-nls-sfGFP-3XMyc-MODC-2A-LexA-p10 was recom-
bined into pCaSpeR4-Gateway vector using LR cloning (plasmid 24).
Drosophila genetics
The following fly lines were obtained from the Bloomington Drosophila Stock Center: Delta2-3(99B)
(BL3629), Dorothy-Gal4 (BL6903), Dome-RNAi (BL32860), CG30159-RNAi (BL61888), Tsp42Ea-RNAi
(BL39044), fz-Gal4 (BL66817), Per-Gal4 (BL7127), Trx-Gal4 (BL40367), ZnT41F-Gal4 (BL66859), Ogre-
Gal4 (BL49340), Rho-Gal4 (BL45254), Gcm-gal4 (BL35541), igl-Gal4 (BL76744), dMyc-Gal4 (BL47844),
Hh-Gal4 (BL49437), Antp-Gal4 (BL26817), Plc21C-Gal4 (BL76142), anchor-Gal4 (BL66861), tutl-Gal4
(BL66824), Act5C-Gal4 (BL4414), zip-Gal4 (BL48187), dMyc-Gal4 (BL47844), piezo-Gal4 (BL58771,
BL59266), ppk-Gal4 (BL32078, BL32079), Ubi-Gal4 (BL32551), MESK2-Gal4 (BL67434), fz-Gal4
(BL66817), Mip-Gal4 (BL51984), CG7744-Gal4 (BL76662), CG4467-Gal4 (BL66843), CG2082-Gal4
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(BL76181), CG7510-Gal4 (BL66861), CG10283-Gal4 (BL76152), CG33964-Gal4 (BL76742), CG14995-
Gal4 (BL76721), CG5521-Gal4 (BL76180), CG8177-Gal4 (BL77781), CG34347 (BL76674), CG13175-
Gal4 (BL76742), CG8270-Gal4 (BL77741), CG15270-Gal4 (BL76649), CG43980-Gal4 (BL66863),
CG40006-Gal4 (BL), CG43980-Gal4 (BL66863), and dMef2-Gal4 (BL27390). NP1176-Gal4 was from
DGRC (Kyoto Stock Center). Dl-RNAi (v37287) was from Vienna Drosophila Resource Center. GMR-
Gal4, Da-Gal4, tubGal4, and esg-Gal4 were from lab stocks. Insc-Gal4, ase-Gal80ts was a gift from
Dr. Dong Yan (Zhu et al., 2011), and Dl-Gal4 and Su(H)Gbe-Gal4 were from Dr. Steve Hou
(Amcheslavsky et al., 2014). All flies were maintained on cornmeal-yeast-agar media. Stocks were
kept at room temperature with a 12/12 light/dark cycle.
Drosophila S2R + cell culture and Western blotting
Drosophila S2R + cells were grown in Schneider’s Drosophila Medium (SDM) (Invitrogen) containing
10% heat-inactivated fetal bovine serum (FBS) at 25˚C. Sub-confluent S2R + cells were seeded in 6-
well plates and subsequently transfected using Effectene Transfection Reagent (QIAGEN). Cells
were cultured for 48 hr before experiments. 10 mM (final concentration) Actinomycin D was used to
block RNA synthesis, and 100 mg/ml (final concentration) cycloheximide was used to block protein
synthesis. Cells were treated with the indicated drugs up to 4.5 hr before significant cell death was
observed. Plasmids expressing pUbi-dGFP-Myc (0.03 ug), and pUbi-RFP-HA (0.01 ug), together with
empty plasmids (to reach a total of 0.3 ug of DNA) were added in each 6-well plate during transfec-
tion. The dilution of the expression plasmid was important: we observed that too much protein
expression saturates the degradation machinery and prolongs the observed half-life. S2R + cells
were harvested by centrifugation and lysed in RIPA buffer. Proteins were separated on a 10% SDS-
PAGE gel and analyzed by Western blotting. Quantitative Western blots were performed as previ-
ously described (Eaton et al., 2014). Images were acquired using a LI-COR Odyssey Classic imager
and analyzed using NIH ImageJ.
Generation and test of enhancer trap lines using dynamic enhancers
Dynamic reporters were integrated into the fly genome using P-element mediated transformation by
injection into w1118 embryos (Rubin and Spradling, 1982). Transgenic lines were balanced and
mapped using w*; Sco/CyO; MKRS/TM6B. Then, six independent lines were generated by crossing
with w*;Sp/CyO; Sb,P(Delta2-3)99B/TM6B,Tb+ (BL3629). Males from the F1 generation with red
eyes and carrying the CyO balancer were further crossed individually with w1118 females. F2 males
with red eyes that co-segregate with the CyO balancer were used in the initial screen.
Detailed crosses for the enhancer screen are shown in Figure 7—figure supplement 1a. ~400 fly
lines were recovered from the F2 generation. Third instar larval brains, imaginal discs, and adult
intestines of these flies were dissected and examined for GFP and RFP signal using a Zeiss LSM 780
confocal microscope.
P-element insertion sites were mapped by Splinkerette PCR (Horn et al., 2007). PCR primers spe-
cific for 5 and 3 prime ends of P-elements were used as previously described (Potter and Luo,
2010). Genomic sequences flanking the P-element insertion sites were recovered and shown in
Supplementary file 5. These sequences were used in BLAST searches against the Drosophila
Genome Database.
Immunostaining
Immunostainings of Drosophila intestines were performed as previously described (Micchelli and
Perrimon, 2006). The following antibodies were used: mouse anti-Prospero (1:50, Developmental
Studies Hybridoma Bank), mouse anti-HA (1:500, Abcam, ab18181), rabbit anti-Myc tag (1/250, Cell
signaling), goat anti-mouse IgGs conjugated to Alexa 647 (1:500, Molecular Probes), mouse IgGs
conjugated to Alexa 488 (1:500, Molecular Probes), IRDye 800CW Goat anti-Rabbit IgG (1:10,000 LI-
COR P/N 926–32211), and IRDye 680RD Goat anti-Mouse IgG (1:20,000 LI-COR P/N 926–68070).
Dissected fly tissues were mounted in Vectashield with DAPI (Vector Laboratories). In all micro-
graphs, the blue signal shows the nuclear marker DAPI. Fluorescence micrographs were acquired
with a Zeiss LSM 780 confocal microscope. All images were adjusted and assembled in NIH ImageJ.
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Modeling of FP production, maturation, and degradation
The model used to calculate reporter synthesis, maturation, and degradation was modified from pre-
viously described equations (Wang et al., 2008) with the addition of an equation for mRNA degra-
dation. Briefly, degradation of mRNA and the synthesis rate of premature (nonfluorescent) protein
(NP) is proportional to the mRNA concentration (R). Generation of the mature reporter (MP), mod-
eled as a first-order chemical reaction, only depends on the concentration of NP. Protein degrada-
tion is modeled independently of the maturation process. The degradation rates of mRNA and
proteins are first modeled based on Michaelis-Menten (MM) function (Figure 1-figure supplement b,
equations 1-3), which considers the potential saturation of the degradation machinery. When the
substrate concentration is significantly smaller than the Michaelis constant Km, the equations can be
simplified with the half-life of the mRNA and protein explicitly displayed (Figure 1—figure supple-
ment 1b, equations 1’ 3’). Dilution by cell division is not included in this model because the fluores-
cent signal is analyzed in a cell cluster rather than in individual cells, and cell division does not affect
the total intensity from the entire cell group and no significant changes in degradation speed have
been observed between different cells (Figure 3—figure supplement 1). With this first-order kinetic
model, the transcriptional activity of the promoter F(x) can be calculated through equation from the
observed fluorescent reporter signal [MP] (4). For sfGFP, the maturation time is ~0.1 hr, which is
much smaller than its protein half-life, such that equation 4 can be further simplified as 4’. To calcu-
late F(x), the dGFP signal was fitted with a polynomial function (order = 4) to generate the first and
second derivatives.
Live-cell imaging and data analysis
Live-cell imaging of developing embryos and dissected larval brains was performed as previously
described (Tomer et al., 2012; Lerit et al., 2014; Lemon et al., 2015). Images were captured on a
Zeiss Lightsheet Z1 microscope using a 20X (N.A. 1.0) lens. A z-stack of the dual-color image (488
nm excitation/500–550 nm detection for GFP, and 561 nm excitation/580–650 nm detection for RFP)
was recorded at 10 min intervals. This interval was chosen empirically to minimize photobleaching
without losing temporal information. Photobleaching was measured by continuously imaging of the
sample for 50 frames for 10 min and adjusted during image processing. Images of fixed tissue were
captured on a Zeiss LSM 780 confocal microscope. Total fluorescent intensity in 3D volume was
acquired using Imaris image analysis software (Bitplane). The rest of the analysis was completed
using NIH ImageJ with customized macros. Simulation of the model was completed in MATLAB. The
Student’s unpaired, two-tailed t-test was used to determine statistical significance between samples.
Acknowledgements
We thank Douglas Richardson at Harvard Biological Imaging Center for technical support and
advice, and Ben Ewen-Campen, Benjamin Housden, Stephanie Mohr, and Muhammad Ahmad for
comments on the manuscript. This work was supported by the Damon Runyon Cancer Research
Foundation (LH) and NIH (R21DA039582). NP is an investigator of the Howard Hughes Medical
Institute.
Additional information
Funding
Funder Grant reference number Author
Damon Runyon Cancer Re-
search Foundation
Li He
National Institute of General
Medical Sciences
R21DA039582 Norbert Perrimon
Howard Hughes Medical Insti-
tute
Norbert Perrimon
The funders had no role in study design, data collection and interpretation, or the
decision to submit the work for publication.
He et al. eLife 2019;8:e46181. DOI: https://doi.org/10.7554/eLife.46181 16 of 20
Tools and resources Developmental Biology
Author contributions
Li He, Conceptualization, Data curation, Formal analysis, Supervision, Funding acquisition,
Validation, Investigation, Methodology, Writing—original draft; Richard Binari, Data curation,
Methodology, Performed the enhancer screen for dynamic expression patterns in over 500 fly lines;
Jiuhong Huang, Data curation, Formal analysis, Performed the construction, in vitro, and in vivo
characterization of destabilized fluorescent reporters; Julia Falo-Sanjuan, Data curation, Performed
the in vivo characterization of destabilized fluorescent reporters in different fly tissues; Norbert
Perrimon, Supervision, Funding acquisition, Project administration, Writing—review and editing
Author ORCIDs
Li He https://orcid.org/0000-0003-2155-606X
Norbert Perrimon https://orcid.org/0000-0001-7542-472X
Decision letter and Author response
Decision letter https://doi.org/10.7554/eLife.46181.039
Author response https://doi.org/10.7554/eLife.46181.040
Additional files
Supplementary files
. Supplementary file 1. Gal4s with dynamic expression patterns. (Gal4s analyzed in the main figures
were not listed.)
DOI: https://doi.org/10.7554/eLife.46181.031
. Supplementary file 2. Gal4s without significant expression dynamics in different fly organs.
DOI: https://doi.org/10.7554/eLife.46181.032
. Supplementary file 3. Enhancer trap lines of Transcriptional Timer (HSPmini-IVS-p21-nlsGFP-Myc-
PEST-P2A-nlsRFP-HA-p10) with expression dynamics in different fly organs.
DOI: https://doi.org/10.7554/eLife.46181.033
. Supplementary file 4. Cloning information and sequences of constructs.
DOI: https://doi.org/10.7554/eLife.46181.034
. Supplementary file 5. Mapping Results of enhancer trap lines by splinkerette PCR.
DOI: https://doi.org/10.7554/eLife.46181.035
. Supplementary file 6. Key resources table.
DOI: https://doi.org/10.7554/eLife.46181.036
. Transparent reporting form
DOI: https://doi.org/10.7554/eLife.46181.037
Data availability
All essential data are provided in the supplementary materials. All the reagents created by this study
(plasmids and transgenic flies) will be donated to public domains including Addgene and Blooming-
ton Stock Center.
References
Amcheslavsky A, Jiang J, Ip YT. 2009. Tissue damage-induced intestinal stem cell division in Drosophila. Cell
Stem Cell 4:49–61. DOI: https://doi.org/10.1016/j.stem.2008.10.016, PMID: 19128792
Amcheslavsky A, Song W, Li Q, Nie Y, Bragatto I, Ferrandon D, Perrimon N, Ip YT. 2014. Enteroendocrine cells
support intestinal stem-cell-mediated homeostasis in Drosophila. Cell Reports 9:32–39. DOI: https://doi.org/10.
1016/j.celrep.2014.08.052, PMID: 25263551
Bach EA, Ekas LA, Ayala-Camargo A, Flaherty MS, Lee H, Perrimon N, Baeg GH. 2007. GFP reporters detect the
activation of the Drosophila JAK/STAT pathway in vivo. Gene Expression Patterns 7:323–331. DOI: https://doi.
org/10.1016/j.modgep.2006.08.003, PMID: 17008134
Baker KE, Parker R. 2006. Conventional 3’ end formation is not required for NMD substrate recognition in
saccharomyces cerevisiae. RNA 12:1441–1445. DOI: https://doi.org/10.1261/rna.92706, PMID: 16809819
He et al. eLife 2019;8:e46181. DOI: https://doi.org/10.7554/eLife.46181 17 of 20
Tools and resources Developmental Biology
Bending D, Martı´n PP, Paduraru A, Ducker C, Marzaganov E, Laviron M, Kitano S, Miyachi H, Crompton T, Ono
M. 2018. A timer for analyzing temporally dynamic changes in transcription during differentiation in vivo. The
Journal of Cell Biology 217:2931–2950. DOI: https://doi.org/10.1083/jcb.201711048, PMID: 29941474
Brand AH, Perrimon N. 1993. Targeted gene expression as a means of altering cell fates and generating
dominant phenotypes. Development 118:401–415. PMID: 8223268
Cranfill PJ, Sell BR, Baird MA, Allen JR, Lavagnino Z, de Gruiter HM, Kremers GJ, Davidson MW, Ustione A,
Piston DW. 2016. Quantitative assessment of fluorescent proteins. Nature Methods 13:557–562. DOI: https://
doi.org/10.1038/nmeth.3891, PMID: 27240257
Doupe´ DP, Perrimon N. 2014. Visualizing and manipulating temporal signaling dynamics with fluorescence-based
tools. Science Signaling 7:re1. DOI: https://doi.org/10.1126/scisignal.2005077, PMID: 24692594
Eaton SL, Hurtado ML, Oldknow KJ, Graham LC, Marchant TW, Gillingwater TH, Farquharson C, Wishart TM.
2014. A guide to modern quantitative fluorescent western blotting with troubleshooting strategies. Journal of
Visualized Experiments:e52099. DOI: https://doi.org/10.3791/52099, PMID: 25490604
Flores GV, Duan H, Yan H, Nagaraj R, Fu W, Zou Y, Noll M, Banerjee U. 2000. Combinatorial signaling in the
specification of unique cell fates. Cell 103:75–85. DOI: https://doi.org/10.1016/S0092-8674(00)00106-9,
PMID: 11051549
Furriols M, Bray S. 2001. A model notch response element detects suppressor of Hairless-dependent molecular
switch. Current Biology 11:60–64. DOI: https://doi.org/10.1016/S0960-9822(00)00044-0, PMID: 11166182
Gehart H, van Es JH, Hamer K, Beumer J, Kretzschmar K, Dekkers JF, Rios A, Clevers H. 2019. Identification of
enteroendocrine regulators by Real-Time Single-Cell differentiation mapping. Cell 176:1158–1173.
DOI: https://doi.org/10.1016/j.cell.2018.12.029, PMID: 30712869
Genove´ G, Glick BS, Barth AL. 2005. Brighter reporter genes from multimerized fluorescent proteins.
BioTechniques 39:814–822. DOI: https://doi.org/10.2144/000112056, PMID: 16382897
Gjetting KS, Ytting CK, Schulz A, Fuglsang AT. 2012. Live imaging of intra- and extracellular pH in plants using
pHusion, a novel genetically encoded biosensor. Journal of Experimental Botany 63:3207–3218. DOI: https://
doi.org/10.1093/jxb/ers040, PMID: 22407646
Gordon A, Colman-Lerner A, Chin TE, Benjamin KR, Yu RC, Brent R. 2007. Single-cell quantification of molecules
and rates using open-source microscope-based cytometry. Nature Methods 4:175–181. DOI: https://doi.org/
10.1038/nmeth1008, PMID: 17237792
Groth AC, Fish M, Nusse R, Calos MP. 2004. Construction of transgenic Drosophila by using the site-specific
integrase from phage phiC31. Genetics 166:1775–1782. DOI: https://doi.org/10.1534/genetics.166.4.1775,
PMID: 15126397
Hao D, Gao P, Liu P, Zhao J, Wang Y, Yang W, Lu Y, Shi T, Zhang X. 2011. AC3-33, a novel secretory protein,
inhibits Elk1 transcriptional activity via ERK pathway. Molecular Biology Reports 38:1375–1382. DOI: https://
doi.org/10.1007/s11033-010-0240-x, PMID: 20680465
He L, Si G, Huang J, Samuel ADT, Perrimon N. 2018. Mechanical regulation of stem-cell differentiation by the
stretch-activated piezo channel. Nature 555:103–106. DOI: https://doi.org/10.1038/nature25744, PMID: 29414
942
Horn C, Hansen J, Schnu¨tgen F, Seisenberger C, Floss T, Irgang M, De-Zolt S, Wurst W, von Melchner H,
Noppinger PR. 2007. Splinkerette PCR for more efficient characterization of gene trap events. Nature Genetics
39:933–934. DOI: https://doi.org/10.1038/ng0807-933, PMID: 17660805
Houser JR, Ford E, Chatterjea SM, Maleri S, Elston TC, Errede B. 2012. An improved short-lived fluorescent
protein transcriptional reporter for saccharomyces cerevisiae. Yeast 29:519–530. DOI: https://doi.org/10.1002/
yea.2932, PMID: 23172645
Isomura A, Kageyama R. 2014. Ultradian oscillations and pulses: coordinating cellular responses and cell fate
decisions. Development 141:3627–3636. DOI: https://doi.org/10.1242/dev.104497, PMID: 25249457
Jenett A, Rubin GM, Ngo TT, Shepherd D, Murphy C, Dionne H, Pfeiffer BD, Cavallaro A, Hall D, Jeter J, Iyer N,
Fetter D, Hausenfluck JH, Peng H, Trautman ET, Svirskas RR, Myers EW, Iwinski ZR, Aso Y, DePasquale GM,
et al. 2012. A GAL4-driver line resource for Drosophila neurobiology. Cell Reports 2:991–1001. DOI: https://
doi.org/10.1016/j.celrep.2012.09.011, PMID: 23063364
Jiang H, Patel PH, Kohlmaier A, Grenley MO, McEwen DG, Edgar BA. 2009. Cytokine/Jak/Stat signaling
mediates regeneration and homeostasis in the Drosophila midgut. Cell 137:1343–1355. DOI: https://doi.org/
10.1016/j.cell.2009.05.014, PMID: 19563763
Johansen KA, Iwaki DD, Lengyel JA. 2003. Localized JAK/STAT signaling is required for oriented cell
rearrangement in a tubular epithelium. Development 130:135–145. DOI: https://doi.org/10.1242/dev.00202,
PMID: 12441298
Johnson AN, Mokalled MH, Haden TN, Olson EN. 2011. JAK/Stat signaling regulates heart precursor
diversification in Drosophila. Development 138:4627–4638. DOI: https://doi.org/10.1242/dev.071464,
PMID: 21965617
Khmelinskii A, Keller PJ, Bartosik A, Meurer M, Barry JD, Mardin BR, Kaufmann A, Trautmann S, Wachsmuth M,
Pereira G, Huber W, Schiebel E, Knop M. 2012. Tandem fluorescent protein timers for in vivo analysis of
protein dynamics. Nature Biotechnology 30:708–714. DOI: https://doi.org/10.1038/nbt.2281, PMID: 22729030
Koldenkova VP, Matsuda T, Nagai T. 2015. MagIC, a genetically encoded fluorescent indicator for monitoring
cellular Mg2+ using a non-Fo¨rster resonance energy transfer ratiometric imaging approach. Journal of
Biomedical Optics 20:101203. DOI: https://doi.org/10.1117/1.JBO.20.10.101203, PMID: 26244765
He et al. eLife 2019;8:e46181. DOI: https://doi.org/10.7554/eLife.46181 18 of 20
Tools and resources Developmental Biology
Lee PT, Zirin J, Kanca O, Lin WW, Schulze KL, Li-Kroeger D, Tao R, Devereaux C, Hu Y, Chung V, Fang Y, He Y,
Pan H, Ge M, Zuo Z, Housden BE, Mohr SE, Yamamoto S, Levis RW, Spradling AC, et al. 2018. A gene-specific
T2A-GAL4 library for Drosophila. eLife 7:e35574. DOI: https://doi.org/10.7554/eLife.35574, PMID: 29565247
Lemon WC, Pulver SR, Ho¨ckendorf B, McDole K, Branson K, Freeman J, Keller PJ. 2015. Whole-central nervous
system functional imaging in larval Drosophila. Nature Communications 6:7924. DOI: https://doi.org/10.1038/
ncomms8924, PMID: 26263051
Lerit DA, Plevock KM, Rusan NM. 2014. Live imaging of Drosophila larval neuroblasts. Journal of Visualized
Experiments : JoVE. DOI: https://doi.org/10.3791/51756, PMID: 25046336
Li X, Zhao X, Fang Y, Jiang X, Duong T, Fan C, Huang CC, Kain SR. 1998. Generation of destabilized green
fluorescent protein as a transcription reporter. Journal of Biological Chemistry 273:34970–34975. DOI: https://
doi.org/10.1074/jbc.273.52.34970, PMID: 9857028
Marianes A, Spradling AC. 2013. Physiological and stem cell compartmentalization within the Drosophila midgut.
eLife 2:e00886. DOI: https://doi.org/10.7554/eLife.00886, PMID: 23991285
Meacham CE, Morrison SJ. 2013. Tumour heterogeneity and cancer cell plasticity. Nature 501:328–337.
DOI: https://doi.org/10.1038/nature12624, PMID: 24048065
Merzlyak EM, Goedhart J, Shcherbo D, Bulina ME, Shcheglov AS, Fradkov AF, Gaintzeva A, Lukyanov KA,
Lukyanov S, Gadella TW, Chudakov DM. 2007. Bright monomeric red fluorescent protein with an extended
fluorescence lifetime. Nature Methods 4:555–557. DOI: https://doi.org/10.1038/nmeth1062, PMID: 17572680
Micchelli CA, Perrimon N. 2006. Evidence that stem cells reside in the adult Drosophila midgut epithelium.
Nature 439:475–479. DOI: https://doi.org/10.1038/nature04371, PMID: 16340959
Nern A, Pfeiffer BD, Svoboda K, Rubin GM. 2011. Multiple new site-specific recombinases for use in
manipulating animal genomes. PNAS 108:14198–14203. DOI: https://doi.org/10.1073/pnas.1111704108,
PMID: 21831835
Ohlstein B, Spradling A. 2007. Multipotent Drosophila intestinal stem cells specify daughter cell fates by
differential notch signaling. Science 315:988–992. DOI: https://doi.org/10.1126/science.1136606,
PMID: 17303754
Pe´delacq JD, Cabantous S, Tran T, Terwilliger TC, Waldo GS. 2006. Engineering and characterization of a
superfolder green fluorescent protein. Nature Biotechnology 24:79–88. DOI: https://doi.org/10.1038/nbt1172,
PMID: 16369541
Pfeiffer BD, Jenett A, Hammonds AS, Ngo TT, Misra S, Murphy C, Scully A, Carlson JW, Wan KH, Laverty TR,
Mungall C, Svirskas R, Kadonaga JT, Doe CQ, Eisen MB, Celniker SE, Rubin GM. 2008. Tools for neuroanatomy
and neurogenetics in Drosophila. PNAS 105:9715–9720. DOI: https://doi.org/10.1073/pnas.0803697105,
PMID: 18621688
Pfeiffer BD, Ngo TT, Hibbard KL, Murphy C, Jenett A, Truman JW, Rubin GM. 2010. Refinement of tools for
targeted gene expression in Drosophila. Genetics 186:735–755. DOI: https://doi.org/10.1534/genetics.110.
119917, PMID: 20697123
Pfeiffer BD, Truman JW, Rubin GM. 2012. Using translational enhancers to increase transgene expression in
Drosophila. PNAS 109:6626–6631. DOI: https://doi.org/10.1073/pnas.1204520109, PMID: 22493255
Potter CJ, Luo L. 2010. Splinkerette PCR for mapping transposable elements in Drosophila. PLOS ONE 5:
e10168. DOI: https://doi.org/10.1371/journal.pone.0010168, PMID: 20405015
Purvis JE, Lahav G. 2013. Encoding and decoding cellular information through signaling dynamics. Cell 152:945–
956. DOI: https://doi.org/10.1016/j.cell.2013.02.005, PMID: 23452846
Rodrigues AB, Zoranovic T, Ayala-Camargo A, Grewal S, Reyes-Robles T, Krasny M, Wu DC, Johnston LA, Bach
EA. 2012. Activated STAT regulates growth and induces competitive interactions independently of myc, yorkie,
wingless and ribosome biogenesis. Development 139:4051–4061. DOI: https://doi.org/10.1242/dev.076760,
PMID: 22992954
Rogers S, Wells R, Rechsteiner M. 1986. Amino acid sequences common to rapidly degraded proteins: the PEST
hypothesis. Science 234:364–368. DOI: https://doi.org/10.1126/science.2876518, PMID: 2876518
Rubin GM, Spradling AC. 1982. Genetic transformation of Drosophila with transposable element vectors. Science
218:348–353. DOI: https://doi.org/10.1126/science.6289436, PMID: 6289436
Sacchetti A, El Sewedy T, Nasr AF, Alberti S. 2001. Efficient GFP mutations profoundly affect mRNA
transcription and translation rates. FEBS Letters 492:151–155. DOI: https://doi.org/10.1016/S0014-5793(01)
02246-3, PMID: 11248254
Shearin HK, Macdonald IS, Spector LP, Stowers RS. 2014. Hexameric GFP and mCherry reporters for the
Drosophila GAL4, Q, and LexA transcription systems. Genetics 196:951–960. DOI: https://doi.org/10.1534/
genetics.113.161141, PMID: 24451596
Subach FV, Subach OM, Gundorov IS, Morozova KS, Piatkevich KD, Cuervo AM, Verkhusha VV. 2009.
Monomeric fluorescent timers that change color from blue to red report on cellular trafficking. Nature Chemical
Biology 5:118–126. DOI: https://doi.org/10.1038/nchembio.138, PMID: 19136976
Suzuki T, Ito M, Ezure T, Kobayashi S, Shikata M, Tanimizu K, Nishimura O. 2006. Performance of expression
vector, pTD1, in insect cell-free translation system. Journal of Bioscience and Bioengineering 102:69–71.
DOI: https://doi.org/10.1263/jbb.102.69, PMID: 16952840
Szymczak AL, Vignali DA. 2005. Development of 2A peptide-based strategies in the design of multicistronic
vectors. Expert Opinion on Biological Therapy 5:627–638. DOI: https://doi.org/10.1517/14712598.5.5.627,
PMID: 15934839
He et al. eLife 2019;8:e46181. DOI: https://doi.org/10.7554/eLife.46181 19 of 20
Tools and resources Developmental Biology
Tomer R, Khairy K, Amat F, Keller PJ. 2012. Quantitative high-speed imaging of entire developing embryos with
simultaneous multiview light-sheet microscopy. Nature Methods 9:755–763. DOI: https://doi.org/10.1038/
nmeth.2062, PMID: 22660741
Tsuda L, Nagaraj R, Zipursky SL, Banerjee U. 2002. An EGFR/Ebi/Sno pathway promotes delta expression by
inactivating su(H)/SMRTER repression during inductive notch signaling. Cell 110:625–637. DOI: https://doi.org/
10.1016/S0092-8674(02)00875-9, PMID: 12230979
van Oers MM, Vlak JM, Voorma HO, Thomas AA. 1999. Role of the 3’ untranslated region of baculovirus p10
mRNA in high-level expression of foreign genes. Journal of General Virology 80:2253–2262. DOI: https://doi.
org/10.1099/0022-1317-80-8-2253, PMID: 10466825
Venken KJ, Schulze KL, Haelterman NA, Pan H, He Y, Evans-Holm M, Carlson JW, Levis RW, Spradling AC,
Hoskins RA, Bellen HJ. 2011. MiMIC: a highly versatile transposon insertion resource for engineering
Drosophila melanogaster genes. Nature Methods 8:737–743. DOI: https://doi.org/10.1038/nmeth.1662,
PMID: 21985007
Voon DC, Subrata LS, Baltic S, Leu MP, Whiteway JM, Wong A, Knight SA, Christiansen FT, Daly JM. 2005. Use
of mRNA- and protein-destabilizing elements to develop a highly responsive reporter system. Nucleic Acids
Research 33:e27. DOI: https://doi.org/10.1093/nar/gni030, PMID: 15716309
Wang H, Somers GW, Bashirullah A, Heberlein U, Yu F, Chia W. 2006. Aurora-A acts as a tumor suppressor and
regulates self-renewal of Drosophila neuroblasts. Genes & Development 20:3453–3463. DOI: https://doi.org/
10.1101/gad.1487506, PMID: 17182870
Wang X, Errede B, Elston TC. 2008. Mathematical analysis and quantification of fluorescent proteins as
transcriptional reporters. Biophysical Journal 94:2017–2026. DOI: https://doi.org/10.1529/biophysj.107.122200,
PMID: 18065460
Yagi R, Mayer F, Basler K. 2010. Refined LexA transactivators and their use in combination with the Drosophila
Gal4 system. PNAS 107:16166–16171. DOI: https://doi.org/10.1073/pnas.1005957107, PMID: 20805468
Yasugi T, Umetsu D, Murakami S, Sato M, Tabata T. 2008. Drosophila optic lobe neuroblasts triggered by a wave
of proneural gene expression that is negatively regulated by JAK/STAT. Development 135:1471–1480.
DOI: https://doi.org/10.1242/dev.019117, PMID: 18339672
Yosef N, Regev A. 2011. Impulse control: temporal dynamics in gene transcription. Cell 144:886–896.
DOI: https://doi.org/10.1016/j.cell.2011.02.015, PMID: 21414481
Zhou C, Zhong W, Zhou J, Sheng F, Fang Z, Wei Y, Chen Y, Deng X, Xia B, Lin J. 2012. Monitoring autophagic
flux by an improved tandem fluorescent-tagged LC3 (mTagRFP-mWasabi-LC3) reveals that high-dose
rapamycin impairs autophagic flux in cancer cells. Autophagy 8:1215–1226. DOI: https://doi.org/10.4161/auto.
20284, PMID: 22647982
Zhu S, Barshow S, Wildonger J, Jan LY, Jan YN. 2011. Ets transcription factor pointed promotes the generation
of intermediate neural progenitors in Drosophila larval brains. PNAS 108:20615–20620. DOI: https://doi.org/
10.1073/pnas.1118595109, PMID: 22143802
He et al. eLife 2019;8:e46181. DOI: https://doi.org/10.7554/eLife.46181 20 of 20
Tools and resources Developmental Biology
